Culturomics Taxonomy Genomics Taxono-genomics ''Nigerium massiliense" a b s t r a c t
We propose the main characteristics of a new bacterium named ''Nigerium massiliense" strain SIT5 (CSURP1302) that was isolated from the stool of a 2-year-old Nigerian child suffering from kwashiorkor, a form of severe acute malnutrition. In 2014, we used a culturomics approach [1] with the objective of drawing an exhaustive repertoire of the bacteria present in the human gut of a 2-year-old child suffering from kwashiorkor, a form of acute severe malnutrition. The parents of the patient provided signed informed consent and the study was validated by the ethics committee of the Institut Federatif de Recherche IFR48 under number 09-022. We isolated a bacterial strain from the stool of the child that could not be identified (score < 1.7) by our systematic matrix-assisted laser desorption-ionization time-of-flight mass spectrometry (MALDI-TOF-MS) screening on a Microflex spectrometer (Bruker Daltonics, Brenen, Germany) [2] . Therefore, we sequenced the 16S rRNA gene of the bacteria using fD1-rP2 primers and a 3130-XL sequencer (Applied Biosciences, Saint Aubin, France) for identification [3] .
The initial growth was obtained on blood agar at 37°C (bioMé-rieux, Marcy l'Etoile, France) after 21 days of incubation of the specimen in a Columbia broth medium [4] , at 28°C in anaerobic atmosphere. The strain forms small smooth and transparent colonies on blood agar with a diameter of 0.2-0.4 mm. The strain grows also in aerobic conditions. Bacterial cells were Gram-positive cocci ranging in diameter from 0.8 to 1 lm. Strain SIT5 was catalasepositive and oxidase-negative. This 16S RNA sequence of the strain SIT5 exhibited 93.02% of similarity with Propioniciclava tarda strain WR061 (Genbank accession number NR112669.1), the phylogenetically closest species with standing nomenclature (Fig. 1) , which putatively classifies it as a new genus named Nigerium within the family Propionibacteriaceae in the phylum Actinobacteria. P. tarda is a facultative anaerobic Gram positive rod isolated for the first time in 2011 from a ricestraw residue in a methanogenic reactor treating waste from cattle farms in Japan [5] .
Strain SIT5 exhibited a similarity rate with P. tarda and the others closest species lower than the 95% cut-off gene sequence established for the definition of new bacterial genera [6, 7] . Consequently, Nigerium massiliense gen. nov., sp. nov., strain SIT5, was classified as new genus that we named Nigerium (ni.ger.i'um. N.L. neutr. gen. n, referring to Niger, name of the country where the child lives and where the sample was collected). The strain SIT5 is the type strain of the new species ''Nigerium massiliense" gen. nov., sp. nov. (mas. il.i.en'se. L. gen. neutr. n. massiliense, of Massilia, the Latin name of Marseille, the place where the strain SIT5 was isolated).
MALDI-TOF-MS spectrum accession number
The MALDI-TOF-MS spectrum of ''Nigerium massiliense" available at http://mediterranee-infection.com/article.php?laref=256& titre=urms-database. Nigerium massiliense" strain SIT5 relative to other phylogenetically-close neighbours. Sequences were aligned using CLUSTALW, and phylogenetic inferences obtained using the maximum-likelihood method within the MEGA software. Numbers at the nodes are percentages of bootstrap values obtained by repeating the analysis 500 times to generate a majority consensus tree. Only the bootstraps score at least 90% were retained. The scale bar indicates a 1% nucleotide sequence divergence.
